SUPPLEMENTARY TABLES
: Correlations between all explanatory variables used in this study (excluding "essential genes", as this is a binary variable). Significant correlations are indicated in bold (significance threshold of 0.05). Table S2 : P-values and change in pseudo-R 2 for synonymous mutation models including each of the genomic variables. The tested regression models are all of the form Pois( λS = constant * Li * variablei α ) and compared using a likelihood-ratio test against a null model of Pois( λS = constant * Li ). 
